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INTRODUCTION

Safe exchange of plant material relies on accurate diagnostic tools and up-to-date lists of regulated pathogens. However, some of these lists
include obscure diseases, often reported only once in non-peer-reviewed publications such as conference proceedings. In a global effort to
remove such agents from all regulatory lists, a recent publication identified over 120 agents/diseases for which essential information was lacking
(Tzanetakis et al., 2024) and referred them as phantoms. The preliminary list encompassed the cherry rosette virus (CRV). Nevertheless, an
isolate of CRV was preserved at Agroscope, which subsequently prompted the present study.
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Figure 4: Maximum likelihood phylogenetic tree for the polyproteins encoded by RNA1 [ Y
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CONCLUSION
With the sequences and plant material now available, this work confirms that cherry rosette virus is not a phantom pathogen. The virus and its
vector, Longidorus arthensis, appear to be endemic to Switzerland. The absence of documented cases of CRV in cherry trees over the past two

decades may be attributed to the observation that symptoms have been noted exclusively in high-stem trees, rather than in newer and more
intensive plantations. The detection of CRV on apple, associated with symptoms, in one of the most important fruit-growing regions of
Switzerland where the presence of the vector is known, will lead to further research.
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